In the crystal struture of the title compound, C 16 H 14 O 6 Á-C 3 H 7 NO, the two crystallographically independent benzene rings are coplanar [dihedral angle = 1.00 (2) ]. The crystal structure is stabilized by O-HÁ Á ÁO hydrogen bonds between the diacid and the solvate dimethylformamide molecule, resulting in the formation of a zigzag chain structure extending parallel to [001] . Table 1 Hydrogen-bond geometry (Å , ). (Mikami et al., 2003; Rabnawaz et al., 2008; Tan et al., 2005) and have shown important biological activities (Kamoda et al., 2006; Sallam et al., 2006) . As part of our ongoing study of such biphenyl carbinol compounds, the crystal structure of the title compound is reported in this work.
Related literature
The molecular structure of the title compound is shown in Fig. 1 . The two crystallographically independent benzene rings are coplanar (dihedral angle = 1.00 (2)°) and the two carboxylic acid groups are oriented in different directions. There are no unusual bonds lengths and angles. The C1-O1 and C16-O5 distances in the title compound are 1.197 (3)Å and 1.184 (4)Å, respectively, typical of double bonds.
The -OCH 2 COOH substituents show torsion angles of 176.0 (2)° (C2-O3-C3-C8) and 169.7 (2)°( C15-O4-C12-C11) with respect to the phenyl rings. Intermolecular O-H···O hydrogen bonds between the hydroxyl groups of the diacid and the carbonyl group of the DMF molecule (Table 1) are observed in this structure, thereby forming a one-dimensional zigzag chain structure along the c-axial direction (Fig. 2) .
The crystal structure is further stabilized by weak intermolecular hydrogen bonding interactions between the diacids, thus forming a sandwich structure as represented in Fig. 3 .
Experimental
The title compound was prepared according to the general procedure reported by Hayes & Branch (1943) . 2-Chloroacetic acid (114 mg, 1.2 mmol) and sodium hydroxide (40 mg, 10 mmol) in 20 ml of N,N-dimethylformamide (DMF) were stirred for 10 min, followed by addition of 2,2'-dihydroxybiphenyl (186 mg, 1 mmol). The reaction mixture was stirred at 100°C for 3 h. After cooling, the solution was acidified and extracted with ether. Slow evaporation of ether at room temperature yielded colorless crystals of the title compound. IR(KBr pellet, cm -1 ): 3428.47, 3042.21, 2905.29, 2787.94,1740.59, 1707.78, 1607.65, 1500.03, 1430.90, 1234.94, 830.29, 797.57 .
Refinement
All H atoms were placed in calculated positions and were allowed to ride on their parent atoms; C-H = 0.93 (aromatic C-H), 0.97 (methylene) and 0.96 (methyl) and O-H = 0.82 (hydroxyl) Å; U iso (H) = 1.2 U eq (aromatic and methylene C), U iso (H) = 1.5 U eq (methyl C) and U iso (H) = 1.5 U eq (O). In the absence of anomalous scatterers and using Mo radiation Friedel pairs were merged prior to refinement.
supplementary materials sup-2 Figures   Fig. 1 . The molecular structure of the title compound with displacement ellipsoids at the 50% probability level. All H atoms are drawn as spheres of arbitrary radius. Fig. 2 . A one-dimensional zigzag chain generated by the hydrogen bonds along the c-axial direction in the title compound. All H atoms are omitted for clarity. Primary atom site location: structure-invariant direct methods Extinction correction: none
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

